, 0, 0,1, 0, 0, 0, 0, 0, 0, 0, 0 T A v p p = Fig. 1. S The procedure leading to the assessment of the selection strength, at the amino acid level, on synonymous codons usage (the orange box).To achieve that, a mutation-selection model (the green boxes) was developed. It results from connecting the selection on amino acid substitutions (the blue box) with a codon substitution process derived from a nucleotide mutation process (the yellow boxes). To find the minimum and maximum of this selection strength, nucleotide rate matrices were optimized in Evolutionary Strategies approach (the pink box).
